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Figure 1 
Interleukin-21 



1 GGJCACGAGTGGACACGGATGAGGACCGCTATCC^ 60 

1 A R VDTDEDRYP Q K L A F A E Q 1^ 20 

Domain I Domain II 



6 1 GTGCAGLAGGCTGTATCGATGCA 12 0 

21 C R G C IDARTGRETAAD NSVR 40 
Domain II 



121 GCTGCTCCAGAGCCTGCTGGT^ 180 
41 L L Q S L L V L R R R P CSRDGSGL 60 

Domain III 



181 CCCCACACCTCGGGCCTTTGCCTTCCA 240 
61 PTPGAFAFHTEFIH V P V G C T 80 

Domain XV 



241 CTGCGTGCTGCCCCGTTC^GTGTGACCGCC^ 300 

81 _£ V L P R S V 87 

Domain IV 



301 GTGCTCCX^CAGAGGGCACCCCCTATTTATGTGT 360 



361 AACACTACCCTTGGGGTCIK3GGCATTCCC 420 



421 CTCATCTCCAGCCTCAGTAGTTGGGGGTWGAAGG 480 



481 AGCTGCAGAAAAGGTGTCACACGGCTGCCTGTACCTTGGOT 540 



541 TCCCTTACCCTATCACTGGCCTCAGGCCC^ 600 



601 AGTACCCCTGTTTCTTAAACAATTATTTAAGTGTACGTGT 660 



661 AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 705 



Figure 2A 
Interleukin-22 



1 GGAATTCGGCACGAGCTCGTGCCGTGCTC^GTGC^ 60 

1 NSARARAVL SAFHHTLQ LG P 20 

61 CGCGTGAGCAGGCGCGCAACGCGAGCTGCCC^ 120 

21 REQARNAS C PAGGRPADRRF 40 



h 121 TCCGGCCGCCCACCAAa^TGCGCAGCGTGTCC^ 180 
41 RPPTNLRSVSPWAYRI S Y D P 60 

Domain J 



181 Q3GCGAGGTACCCCAGGTACCTGCCTGAAGCCTACTGC 240 
61 A Y P R Y L P E A Y Q L, C R G C L T G 80 

Domain I Domain II 



241 GGCTGTTCGGCGAGGAGGACGTGCGCTTC^ 300 

81 LFGEEDVRFRSAPVYMPT Y \£ 100 

Domain III 



301 TCCTGCGCCGCACCCCCGCCTGCGCCGGCGGCCGTTC 360 
101 L R R T P A CAGGRSVYTEAYVT 120 
Domain III 

. . # . 

361 CCATCCCCGTGGGCTGCACCTGCGTCCCCGAGCC^ 420 
121 ' IPVGCTCV PEPEKDADS IMS 140 
Domain IV. 



All CCAGCATCGACAAACAGGGCGCCAAGCTCCTGCTGG^ 480 
141 SIDKQ GAKLLLGP NDAPAGP 160 



481 CCTGAGGCCGGTCCTGCCCCGGGAGGTCTCCCCGGCCCG 540 



541 GAGCCGCCTGGAGGGCTCGGTCGGCGACCTCT^ 600 



601 CCGGAGCACCAGCGCCGCCTTTCCATGGAGACTCG 660 

661 TCCCTGGCTTGCTTTTAGCTAG^ 720 

721 CGGCACGGGCATCCTGTCTGCGGCCCGCATGGAGGG 780 

781 CTGAGGAGCCTCTCAGATCGGCTGCTC 840 

841 GCC^AAGAGATAGGGACGCATATGCTTT^ 900 



# 



Figure 2B 
Interleukin-22 



901 CGACTATATACCTACTTTTAAAATCAACT^ 960 

961 ATGAAATGAGAGCTACTCTGTTACATT^^ 1020 

1021 TGGTAGAATTTTTTAAAGCATAA^ 1080 

1081 TGGCCHXSGGTCTCTGAATTCAGCC^ 1140 

1141 CATCTGACCCACTCTTCCTTCCACTG^^ 1200 

1201 ATGCACAGGCGGCTCGCATGCCCCAGGGCCAGCTAAGAGTO 1260 

1261 TTTTAGTCATGAATACATAAACAGTCTCAA^ 1320 

1321 CGACTGGGGCCAATTTGTGGTTA 1380 

1381 GCCAGTTGTCAGAAGAATCCAAGCAGGTATTGGCTTAGTTG 1440 

1441 CTGAATATGAGGACAAAGTGGGCCACGTTAC^ 1500 

1501 GTTTCTGCATTCTGCGACG 1560 

1561 CTCTGAACACAATTATTTGTAAAAGTO 1620 

1621 GCTGAAAAAAAAAAAAAAAAAA 1642 
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Figure 4 

Interleukin-21 Polypeptide Analysis 



i — i — i — i i 1 — i — i — i 1 — i i i i — i — i — i — r- 

5 10 15 20 25 30 35 40 45 50 55 60 65 70 75 80 85 




■Alpha, Regions - Gamier-Robson 
■Alpha, Regions - Chou-Fasman 
■Beta, Regions • Gamier-Robson 
■Beta, Regions - Chou-Fasman 
■Turn, Regions - Gamier-Robson 
■Turn, Regions - Chou-Fasman 
■Coil, Regions - Gamier-Robson 

■Hydrophilicity Plot - Kyte-Doblittle 

■Alpha, Amphipathic Regions - Eisenberg 
■Beta, Amphipathic Regions - Eisenberg 
13 Flexible Regions - Karplus-Schulz 



■Antigenic Index - Jameson-Woif 



■Surface Probability Plot - Emini 



Figure 5 

Inter leukin-22 Polypeptide Analysis 




■Alpha, Regions - Gamier-Robson 
■Alpha, Regions - Chou-Fasman 
■Beta, Regions - Gamier-Robson 
■Beta, Regions - Chou-Fasman 
■Turn, Regions - Garnier-Robson 
■Turn, Regions - Chou-Fasman 
■Coil, Regions - Gamier-Robson 

■Hydrophilicity Plot - Kyte-Doolittle 

■Alpha, Amphipathic Regions - Eisenberg 
■Beta, Amphipathic Regions - Eisenberg 
■Flexible Regions - Karplus-Schutz 



■Antigenic Index - Jameson-Wolf 



■Surface Probability Plot - Emini 



Figure 6A 
Interleukin-21 



1 GCTCCAAGCCCAGCCTGCCCCGCTGCCGCCAC^^ 60 
1 M T LLPGLLF 9 



6 1 CTGACCTGGCTGCACACATGCCTGGCCCAC 12 0 

10 LTWLHTCLA HHDPSLRGHPH 29 



12 1 AGTCACGGTACCCCACACIV3CTA 180 
30 S H G T P H C Y S A E ELPLGQAPP 49 
Domain V 



181 C^CCIGCIGGCTCGAGGTG<X^^ 240 
50HLLARGAKWGQAL P V A L V S S 69 

Domain VI 



241 CTGGAGGCAGCAAGCCACAGGGGGAGGCACGAGAGGC^ 300 
70 LEAASHRGRHERPSATTQCP 89 



301 GTGCTGCGGCCGGAGGAGGTGTTGGAGGCAGACA 360 
90VLRPEEVLEADTHQ R S I S P W 109 

Domain VII 



361 AGATACCGGGTGGACACGGATGAGGACOSCTO 420 

110 R Y R VDTD EDRYP Q K L A F A E C 129 

Domain I Domain II 



421 CTGTGCAGAGGCTGTATCGATGCACGGACGGGC 480 
130 L C R G C IDARTGRETAALNSV 149 
Domain II 



481 CGGCTGCTCCAGAGCCTGCTGGTGCTGCGC 540 
150 R L L Q S L L V L R R R P C S R D G S G 169 

Domain III 



541 CTCCCCACACCTGGGGCCTTTGCC^ 600 
170 LPTPGAFAFHTEFIH V P V G C 189 

Domain IV 



601 ACCTGCGTGCTGCCCCGTTCAGTGTGACCGCC^ 660 
190 T C V L P R S V 197 
Domain IV 



661 GTGTGCTCCCCAGAQGGCACXXCXIITATTT 720 



721 CCAACACTACCCTTGGGGTCTGGGCATTC 780 



Figure 6B 
Interleukin-21 



781 TCCTCATCTCCAGCCTCAGTAGTT^ 840 



841 AAAGCTGCAGAAAAGGTGTCACAC 900 



901 CTTCCCTTACCCTATCACTGGCCTCAGGCCCCC^ 960 



961 GAAGTACCCCTGTTTCTTAAACAATTAT^ 1020 



1021 ACAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAA 1067 



Figure 7 

Interleukin-21 Polypeptide Analysis 





■Alpha, Regions - Garnier-Robson 
■Alpha, Regions - Chou-Fasman 
■ Beta, Regions - Garnier-Robson 
■Beta, Regions - Chou-Fasman ^ 
|-|— ■ ■Turn, Regions - Garnier-Robson 
j ■ ■Turn, Regions - Chou-Fasman 
■Coil, Regions - Garnier-Robson 



IHydrophilicity Plot - Kyte-Doolittle 



iHydrophobicity Plot - Hopp- Woods 



■Alpha, Amphipathic Regions - Eisenberg 
-H — BBeta, Amphipathic Regions - Eisenberg 
B Flexible Regions - Karplus-Schulz 



3 Antigenic Index - Jameson-Woif 



■Surface Probability Plot - Emini 



Figure 8 
Inter leukin-2 2 



1 GGCTG03CGGACCGGCCXX3AGGAGCTACTGGA 60 

1GCADRPEELLEQLYGRL A A G 20 

CD-VI 
# 

61 GTGCTCAGTGCCTTCCACCACACGCTGCAGCT 120 

21 V L S AFHHTLQLGPREQARNA 40 
CD-VI 

12 1 AGCTGCCCGGCAGGGGGCAGGCCCGCCGACCGC 180 

41 SC PAGGRPADRRFRP PTNL R 60 



181 AGCGTGTCX^C CTGGGCCTAC7VGLAATCTC CTACGACCCGGCGAGGTACCCCAGGTAC CTG 240 
61 S V S P W AYR I SYDPARYP R Y L 80 
CD-VI I CD-I 

241 (XriXSAAGCCTACTGCCTGTGC 300 
81 P E A Y C L C R G C LTGLFGEE DV 100 
CD- J J 

301 CGCTTCCGCAGCGCCCCTGTCTACATGCC 360 
101 RFRSAP VYM PT V V L R R T P A C 120 

CD- III 

361 GCCGGCGGCCGTTCCGTCTACACCGAGG^ 420 
121 AGGR SVYTEAYVT I P V G C T C 140 

CD-IV 

# 

42 1 GTCCCCGAGCCGGAGAAGGACGCAGACAGCATCAA 480 
141 V__ PEPEKDADS INSSIDKQGA 160 
CD-IV 



481 AAGCTCCTGCTGGGCCCCAACGACGCGCCCG 522 
161 KLLLGPND APAGP 174 



Figure 9 

Interleukin-2 2 Polypeptide Analysis 




■Alpha, Regions - Garnier-Robson 
■Alpha, Regions - Chou-Fasman 
■Beta, Regions - Garnier-Robson 
■Beta, Regions - Chou-Fasman 
■Turn, Regions - Garnier-Robson 
■Turn, Regions • Chou-Fasman 
■Coil, Regions - Garnier-Robson 

■Hydrophilicity Plot - Kyte-Doo little 



nHydrophobicity Plot - Hopp-Woods 

■Alpha, Amphipathic Regions - Eisenberg 
■Beta, Amphipathic Regions • Eisenberg 
m Flexible Regions - Karplus-Schulz 

■Antigenic Index - Jameson-Wolf 
■Surface Probability Plot - Emini 



